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l f ' , WO 99/60450 PCT/US99/11259 
Methods and Systems of Identifying Exceptional Data Patterns 

Field of the Invention 

This invention relates to computer-based methods and systems for 
5 identification of exceptional patterns in data, such as selectively expressed genes and 
gene products. 

Background of the Invention 

The general problem of identifying exceptional patterns in data from many 
10 different sources can be viewed as an outlier identification problem. The outlier 

concept and statistical methods for outlier detection have an extensive literature [17- 
20]. Yet, what kinds of interpretations and quantitative treatments of data define an 
outlier remains fluid statistically and scientifically [17-20] and subjective [17], 
Oudier detection problems arise in many different contexts. In the drug 
15 discovery field, intensity patterns may come from any array of intensity data derived 
from, for example, EST sequencing, microarray DNA hybridization, 
macromolecular gridding, compound assay data, molecular screening data, patient 
diagnostic and toxicological data: The conjunction of large-scale biology 
technologies, such as genomic sequencing or proteomics, and the need for new drug 
20 discovery targets has resulted in a need for more robust methods for detecting 

unusual expression patterns across many data sources. Thus, a need exists for useful 
quantitative objectivity to be brought to bear on the fundamental subjectivity of 
oudier detection. 

25 Summary of the Invention 

Accordingly, one aspect of the present invention is a method of identifying 
selectively expressed (exceptional) values in intensity data comprising analyzing 
statistical discordancy and gap criterion in a decision function wherein the decision 
function provides an overall confidence of above- or below-baseline exceptional 
30 intensity identification. 
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Another aspect of the invention is a method of identifying selectively 
expressed values in intensity data comprising: 

(a) selecting intensity values from intensity data sources, wherein 
confidence in source quality exceeds a predetermined minimum threshold; 
5 (b) determining if the number of selected intensities exceeds a 

predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 

(d) determining a gap between the largest and another intensity by 
10 applying a minimum intensity gap criterion to the results of the statistical 

discordancy test; 

(e) applying a decision function to the discordancy statistical 
significance and the gap to determine an overall confidence of exceptional intensity; 

(f) identifying the degree of overall confidence of exceptional 

is intensity; and 

(g) displaying the results of step (f) on an output device. 

Another aspect of the invention is a method of detecting selective expression 
of gene or gene products comprising: 

(a) selecting intensity values from gene product data sources, 

20 wherein the source quality weight exceeds a predetermined minimum threshold; 

(b) determining if the number of selected intensity values exceeds a 
predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 

25 (d) determining a gap by applying a minimum intensity gap criterion 

to the results of the statistical discordancy test; 

(e) applying a decision function to the statistical significance and the 
gap to determine an overall confidence of selective expression; 

(f) identifying the degree of overall confidence of selective 
30 expression; and 

(g) displaying the results of step (f) on an output device. 
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Yet another aspect of the invention is computer systems and computer 
readable media for performing the methods of the invention. 

Brief Description of the Drawings 

5 Fig. 1 diagrams simple stereotypical examples of selective expression types 

"up," "down," and "mixed". Intensities vs. sources from a source set are plotted in 
arbitrary order. Selectively expressed intensities are indicated by encircled symbols. 

Fig. 2 shows separation of a largest value from the n-1 others where x( 
represents the intensities being compared in ascending order,*/.; <x(, / = 1, . . . ,n. 
10 The basic measures for the Dixon test, namely the distance between the largest and 
the next-to-largest values (gap = x n - x n ,\) and the distance between the largest and 
smallest values (x n - x\), are used to calculate the separation ratio x = gap / {x n - x\). 

Fig. 3 shows discordancy statistical significance adjusted for baseline 
position. Synthetic intensity data vs. source for a variety of different baseline levels 
15 of intensity, {0.25, 0.5, 0.75, and 0.9} are plotted. 

Fig. 4 shows how erosion of statistical confidence increases as the baseline 
position increases towards the allowed maximum. Erosion of statistical confidence, 
i.e., loss of discordancy significance from the traditional Dixon value, is plotted vs. 
baseline encroaching toward the allowed maximum. 
20 Fig. 5 shows a plot of a decision function, d y contours for selective 

expression (s.e.) overall confidence. 

Fig. 6, panels A and B, shows examples of synthetic intensity (abundances) 
vs. source (library) data for assemblies. Panel C shows source qualities. 

Fig. 7 shows stereotypical examples of selective expression in real data 
25 detected by the algorithm of the invention. 

Detailed Description of the Invention 

The method of the invention presents robust computational algorithms that 
identify exceptional values in intensity data. The algorithms are well -suited for the 
3 o identification of exceptional values in many sorts of intensity data, even noisy data. 
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The method is generally applicable to any kind of intensity data where a 
distinguishable data source such as tissue, cDNA library, human, non-human (such 
as animal, plant, viral, bacterial or other microbial) source can be associated with 
each intensity value (e.g., gene or protein abundance, clone, biological or chemical 

5 activity, binding strength or genetic polymorphism assessment). For example, 
intensity values can be obtained from genomic sequencing, EST sequencing, 
microarray DNA hybridization, macromolecular gridding, compound assays, 
molecular screening assays, patient diagnostic or toxicological data sources. 
Assessments of trust, reliabilities, or relevances in the sources can be used as a basis 

10 for confidence. The intensities can be experimentally determined values, 
computationally derived values (e.g., abundances from cDNA data), or 
combinations. The method is indifferent to the experimental or computational 
lineages of the data to be analyzed. All that is required are triples of associated 
elements: entity (e.g., gene, protein, clone, assay, compound, etc.), intensity, and 

15 source. Table 1 lists some exemplary contexts where the method of the invention 
can be applied. 

TABLE 1 - Different Contexts for Application of the Selective Expression 



Algorithm 





Entity 


Source Set 
comprising . . . 


Intensity 


Typical Question 
Associated with the 
Context 


1 


con tig, orf, 
assembly, 
gene, clone or 
protein 


any patient, tissues or 
libraries of interest 
generally 


abundance 


What genes are selectively 
expressed? 


2 


assembly, 
gene, or 
protein 


different patients, 
tissues, libraries 
receiving different 
treatments 


abundance 


What selectively 
expressed genes are 
associated with which 
tissues and specific 
treatments? 


3 


assembly, 
gene, or 
protein 


same tissue type 
exposed to different 
doses of a compounds 


abundance 


What are the selective 
expression dose 
responses? 


4 


assembly, 
gene, or 
protein 


same tissue type 
receiving a series of 
related treatments 


abundance 


What is the selective 
expression in response 
to a specific series of 
treatments? 
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5 


assembly, 
gene, or 
protein 


same tissue type at 
different times after a 
single treatment 


abundance 


What is the kinetics (i.e., 
time course) of selective 
expression? 


6 


assay 


compounds 


biological 
or chemical 
activity 


Is there an assay whose 
intensity is selectively 
expressed among the 
compounds tested? 


7 


compound 


genes of toxicological 
interest in a single 
tissue, e.g., liver 


abundance 


Is there a gene of 
toxicological interest 
selectively expressed in 
response to the compound? 


8 


compound 


screening assays, 
chemical or biological 


assay 
activity 


Is there a selectively 
expressed assay activity in 
a particular assay in 
response to compound? 


9 


patient, 
assembly, 
gene, protein, 
or compound 


any interpretable 
combination of the 
above 


abundances 
or assay 
activities 
scored for 
comparison 


What entities are 
selectively expressed in 
any interpretable source 
set? 



As used herein, "source" means any entity which may provide an intensity, 
e.g., tissue or EST library for genes or gene products, biological or chemical assay 
for compounds. "Genes" includes genomic DNA copy number, RNA, RNA 

5 transcripts. "Gene products" include proteins and RNA transcripts. If a source is 
experimentally manipulated or edited in any way, e.g., a normalized or subtracted 
cDNA library [9-1 1], it should not be included in the analysis lest its pattern of 
expressed genes be artificially skewed. This exclusion principle can be relaxed if all 
the sources being compared have been manipulated in the same way. 

10 As used herein, "source set" means any collection comprising selected 

sources which may be analyzed for intensity patterns. 

As used herein, the term "source confidence" represents the quality, the trust, 
the reliability, the knowledge of error, or the relative importance that can be 
attributed to the intensities obtained from the source. For example, a cDNA library 
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sequenced in depth is a more reliable source than the same library sequenced to less . 
depth. 

As used herein, "source quality weights' 1 represents quantitation of source 

confidences. Any consistent source quality weighting scheme can be used, but care 

must be exercised. If the weights are not faithful to the scientific reliabilities of the 

sources, any results dependent upon them can be improperly distorted. An edited or 

normalized cDNA library, for example, should be considered a low confidence 

source, i.e., given small weight, in a selective expression determination unless all the 

sources in the source set have been manipulated equivalently. 

As used herein, "intensity" means a measured or calculated non-negative 

numerical value which is assigned to an observation, whether the observation is 

experimentally and/or computationally derived from data. For example, intensity 

could be a drug's binding affinity, a compound's activity in a screen, or a gene's 

abundance such as the gene product's copy number (molecules or concentration of 

mRNA) or amount of protein expressed. Intensity can be either an experimentally 

measured quantity, or less directly, a quantity which is calculated, for example, from 

analyses of cDNA assemblies [9, 12, 13]. For each source, the intensities may be 

scaled by a suitable norm, e.g., the maximum intensity, observed in that source. 

This is done to make intensities commensurably comparable from source to source, 

which is necessary if intensity patterns across sources are to be identified. 

As used herein, a "discordant" observation is one that is " ... statistically 

unreasonbable [or extreme] on the basis of some prescribed probability model." [17] 

As used herein, "exceptional" means a quantity that is markedly different 

from the other quantities against which it is compared. 

As used herein, "selective expression" is defined as a pattern among a 

collection of intensities in which there is an intensity which is markedly elevated, or 

markedly depressed, against a baseline level of intensity characteristic of the 

collection of intensities being compared. Hence, a "selectively expressed" intensity 

is an exceptional intensity. In particular, selective expression is a pattern in which 

o there is a marked difference of intensity in a single source from a baseline level of 

expression established by the gene's or the entity's intensities in a source set. See 

Figure 1 for stereotypical examples. The method of the invention does not require, 

6 
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however, that comparisons be made against all known sources. Instead, a carefully . 
chosen subset of the known sources can be considered, especially since selective 
expression is a relative, not an absolute, assessment. Choice of source set enables 
the scientific context for expression comparisons to be tailored to the scientific 
5 questions being asked: organ systems vs. one another, tissues vs. one another (e.g., 
endothelium vs. smooth muscle or fibroblast), drug dose responses vs. one another, 
human vs. non-human species, chemical assays v. one another, etc. 

A particular application of the invention provides a method that robustly 
identifies genes or proteins that are selectively expressed. The method combines 

10 assessments of the reliability of expression quantitation with a statistical test of 
intensity patterns. The method is applicable to small studies or to data mining of 
abundance data from large expression databases, whether mRNA or protein. The 
algorithm uniquely combines together a statistical test of discordancy, adjustments 
for baseline levels of the intensities (where baselines can be determined by source 

15 quality weighted averages), and adjustments for the separation of the largest and 
another intensity (gap) to give an overall assessment of confidence in selective 
expression. The algorithm achieves this by combining defined values - baseline 
adjusted discordancy and gap - into a decision function. 

The algorithm is generally applicable to small- or large-scale expression-like 

2 o data whether derived from DNA sequencing, proteomics, compound assays, 
pharmacogenomics, or toxicological safety assement, etc. The method can be 
implemented as computer programs that analyze databases of gene abundances on a 
regular basis. 

The method is particularly useful in identifying biologically and 
25 pharmacologically interesting selectively expressed genes, hence, having objective 
implications for further analysis. It is well-established that DNA sequence copy 
number and mRNA levels in eukaryotic cells are present in a variety of abundance 
classes [1-3]. Very wide differences in gene expression level, i.e., in intracellular 
mRNA copy number, abundance, or in amount of gene product, are possible within 
30 the same cell. For example, it has been estimated that the copy numbers of 
expressed genes can vary from 1 to about 200,000 [4]. 
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Further, the same cell type, as well as different cell types, may exhibit 
different patterns of gene expression when exposed to different conditions [5, 8]. 
Assessing differences in expression patterns, therefore, can be used to gauge 
differences in cell physiology and tissue behavior, intrinsically or in response to 
5 many different kinds of stimuli. As these differences may be correlated with 

fundamental biological phenomena or disease processes, delineations of patterns of 
gene or protein expression among normal and diseased states or patients exposed to 
drugs are of increasing importance in medical diagnostics and therapy. 

Two stereotypical simple selective expression situations are possible: "up," 

10 where expression is significantly elevated in a specific tissue when compared against 
the baseline level in the other tissues; "down," where the expression in a specific 
tissue is significantly depressed when compared against the baseline expression in 
the other tissues. "Up" selective expression may bean important indication that the 
gene has been specifically activated, up-regulated, or its product differentially 

15 elevated in association with certain phenomena or agents affecting a particular 

tissue's biology. Similarly, "down" selective expression is either a significant down- 
regulation or essentially an inactivation of the gene (e.g., tumor suppressor loss of 
function) in association with specific biological events. Such broad phenomena as 
morphogenesis, differentiation, metabolic alteration, mutagenesis, bacterial and viral 

20 infection, physiological stress, disease, drugs and therapeutic interventions, etc., can 
manifest or cause selective expression effects. 

For example, the method of the invention can compare relative levels of 
mRNA transcripts or relative levels of protein products. Despite the inherent 
difficulties in precisely measuring which mRNA species are translated and in what 

25 relative proportions, reliable enough information on expression levels can be 

obtained [5, 1 1, 14]. Moreover, the established experimental techniques of cDNA 
and EST sequencing, especially when employed on a large scale, can provide ESTs 
that can be combined computationally into assemblies [9]. Assemblies can be 
interpreted as putative expressed genes, though to widely varying levels of 

30 confidence in the assignments of assemblies to genes [12, 13]. Abundances of 

expressed genes or assemblies obtained from sampling are dependent upon the depth 
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of the sampling [15, 16] and contribute to inaccuracies in the computed intensities 
[13]. 

In one embodiment, the invention provides a computational method 
(algorithm) of identifying selectively expressed values in intensity data comprising 
analyzing statistical discordancy and gap criterion in a decision function wherein the 
decision function provides an overall confidence of above- or below-baseline 
exceptional intensity identification. The statistical discordancy can be adjusted for 
baseline intensity levels. 

In an alternate embodiment, the invention provides a method of identifying 
exceptional values in intensity data comprising: 

(a) selecting intensity values from intensity data sources, wherein 
confidence in source quality exceeds a predetermined minimum threshold; 

(b) determining if the number of selected intensities exceeds a 
predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 

(d) determining a gap between the largest and another intensity by, 
applying a minimum intensity gap criterion to the results of the statistical 
discordancy test; 

(e) applying a decision function to the discordancy statistical 
significance and the gap to determine an overall confidence of exceptional intensity; 

(f) identifying the degree of overall confidence of exceptional 

intensity; and 

(g) displaying the results of step (f) on an output device. 
In another embodiment, the invention provides a method of detecting 

selective expression of genes or gene products comprising: 

(a) selecting intensity values from gene product data sources, 
wherein confidence in source quality exceeds a predetermined minimum threshold; 

(b) determining if the number of selected intensities exceeds a 
o predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 

9 
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(d) determining a gap between the largest and another intensity by 
applying a minimum intensity gap criterion to the results of the statistical 
discordancy test; 

(e) applying a decision function to the discordancy statistical 

5 significance and the gap to determine an overall confidence of selective expression; 

(f) identifying the degree of overall confidence of selective 
expression; and 

(g) displaying the results of step (f) on an output device. 

In these embodiments, the statistical discordancy test results of step (c) can 

10 be adjusted according to the difference between a baseline position and a maximum 
allowed intensity to achieve a baseline adjusted statistical significance. Preferably, 
the gap is determined between the largest and the next-to largest intensity. Further, 
when available, source quality confidence is based on trust, reliability, knowledge of 
error or relevance. Preferably, the intensity baseline position is determined by a 

15 source quality weighted average of the intensities. 

In addition to display on an output device such as a monitor or a printer, the 
identity of the selectively expressed gene products can be stored in a database. The 
methods of the invention can further comprise the step of characterizing the 
selectively expressed gene product. Characterization can be done on the basis of of 

20 sequence, structure, biological function or other related characteristics. Once 
categorized, the database can be expanded with information linked to biological 
function, structure or other characteristics. Further, selectively expressed genes or 
gene products can be characterized on the basis of expert commentary from relevant 
human specialists or by the results of biological experiments. If desired, the 

25 selectively expressed entites detected by the method may be confirmed 

experimentally by techniques well known to those skilled in the art [2, 5-7]. 

In step (a), minimum source quality weight criterion are applied. For an 
entity's collection of intensities to be analyzed from the source set (e.g., a particular 
gene's abundances in a source set of libraries), intensities are selected from only 

30 those sources whose corresponding quality weight (i.e., trust, reliability, or 

relevance) exceeds a minimum. Minimum quality thresholds can be determined by 
those skilled in the art by applying scientific judgments concerning the reliabilities 
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or relevances of the sources. Oftentimes as data is being accumulated, a source's 
quality will change with the data, requiring the selective expression algorithm to be 
re-applied. Source quality weighting is considered optional, in which case this is 
equivalent to either no weighting or all weights being the same, e.g., unity. 
5 Step (b) determines whether the number of selected intensity values exceeds 

a predetermined minimum. In sub-step (bl), there is the option of whether or not 
zero intensities in the source set are considered or ignored. If the option of ignoring, 
hence omitting, zero intensities is taken, then sub-step (b2) determines whether or 
not a non-zero intensity exceeds its source* s detection limit (experimentally or 

10 computationally). In sub-step (b2) if a non-zero intensity does not exceed its 
source's detection limit, then that intensity is considered equivalent to zero and 
therefore omitted as in sub-step (bl). For an entity being analyzed for selective 
expression (e.g., a particular gene in a source set of libraries), if there is at least a 
predetermined minimum number of intensities surviving this step and that exceeds 

15 appropriate detection limits (discussed below), this entity (e.g., gene) and these 
intensities are marked for further analysis. In general, the minimum number of 
intensities will be enough to make confident identifications of exceptional 
intensities. However, a lesser number can be used with the understanding that the 
confidences in the assessments will be lower [17]. The minimum number of 

20 intensities is 3. Most preferably, the minimum number of intensities will be at least 
10. 

With respect to intensity detection limits, if an intensity appears to be absent 
from a particular source, then either (1) the intensity is actually not expressed in the 
source, or (2) the intensity is indeed expressed in the source but is smaller than the 

25 minimum intensity which can be measured, the detection limit. In case (2), since the 
intensity is not truly absent but instead occurs below the detection limit, it is thus 
recorded as absent. In the method of the invention, absent intensities can be 
considered as genuine absence only for very high quality sources with very low 
detection limits. All absent or sub-detection limit intensities are therefore ignored. 

30 However, the method does not require adopting this philosophy. 

Step (c) applies a statistical discordancy test to identify statistically 
significant exceptional intensity values. Statistical tests of discordancy are known to 
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those skilled in the art [17-20]. The resulting statistical significance is used to score . 
how exceptional the putative discordant intensity is. The test is applicable to 
exceptionally small intensities ("down" selective expression) as well as 
exceptionally large intensities ("up" selective expression). 
5 A uniform distribution Dixon test [17] can be used in the method of the 

invention for the statistical test of discordancy. A uniform distribution assumes only 
that intensities are finite and there is no a priori most probable intensity. This is a 
reasonable parsimonious choice for an actually unknown inter-source intensity 
distribution; it is a choice which confers a priori only a very weak bias in 

10 distribution shape or in central tendency. 

The first graph in Figure 1 diagrammatically shows a source set of intensities 
having a single exceptionally large intensity. Such data can be sorted in ascending 
order and re-plotted as in Figure 2. When values are sorted, the relative separation 
between the largest value and the remaining values becomes clearer. The size of the 

15 gap between the largest and next largest value divided by the distance between the 
largest and smallest values (see Figure 2) is an obvious measure of the separation of 
the largest value from all the other values. This "separation ratio" (equation 4 
below) is the core of the statistic employed in the Dixon test for a single largest 
discordant value among uniform samples [17]. It captures the logical underpinnings 

20 of the statistical test. 

In the case of the more general m tn largest discordant value Dixon test, the 
appropriate changes in the formulas for the degrees of freedom and the separation 
ratio dependent statistic [17] can be employed. The more general case is applicable 
to the problem of simultaneously identifying more than one selectively expressed 

25 intensity in a collection of intensities. For application of the test to selective 
expression, it was found that the single largest value test was sufficient and is 
preferred. The mathematical details follow. 

For a selected entity (e.g., gene), let the vector f comprise the entity's 
intensities from the n different sources of the source set which are to be analyzed 

3 o after step (b). Let q be the vector comprising the corresponding source quality 
weights. If source quality weights are not assigned, the elements of q are set to 
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unity. The elements of f and q are real numbers >0. The sequential order of the 
vectors' elements is arbitrary since the order of the sources in the source set can be 
arbitrary. However, once an order of sources is chosen, the elements of f and 
elements of q must appear in the same order since the respective correspondences 
5 between qualities and sources must be maintained. 

Essentially the same method that is used for the identification of 
exceptionally large intensities, i.e., "up" selective expression, can be employed with 
minor modifications for the identification of exceptionally small intensities, i.e., 
"down" selective expression. Define vectors f and fdown fr° m f ^ follows: 
[W = maximum(f) 
10 'f=f'Wx> " UE> " select i- ve expression (l) 

fj -l-f'/f "down" selective expression 
Wdown ~~ 1 1 ' max » 

Though the mathematical form of the method is unchanged by using fdown in P lace 
of f, identifying exceptionally small values is fundamentally, and practically, 
different from identifying exceptionally large values. This is because there can be 
intensities in f that are so minute (though still above a very small detection limit) as 

15 to be measurements indistinguishable from noise, making them useless as reliable 
values in a discordancy test. One way to remedy this difficulty is to restrict f to 
comprise only those values that are considerably larger than the detection limit. 
However, once equation 1 is used, the same baseline adjustment technique used for f 
(step (d)) can be applied to fdown* Define x as the vector that comprises the n 

20 elements of f sorted in ascending order, i.e., x\.\ <x v Next, compute the Dixon 
critical statistic T cr j t i ca i from the elements of x (equations 3 through 5 below). 
Then use the Dixon test (equation 2 below) to compute the discordancy significance 
probability of the largest intensity among these intensities being compared. 
According to the Dixon test for a single largest outlier [17], the significance 

25 probability sp that the largest sample is discordant, i.e., exceptionally large, is given 
by 

sp = Probability [t > T critical ] = 1- \} rilical F 2 ^ 2 (z)dz (2) 
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where t is a dummy variable which represents any possible value of (n-2)x / (1-t) for . 
fixed n, F is the standard statistical F-distribution with degrees of freedom 2 and (2n- 
2) [21], and where 

gap=x n (3) 

5 % = gap J (x n - xi) (the separation ratio), (4) 

? critical = («" 2)*/ (I"*)- (5) 

The interpretation of significance probability, sp,is the natural one: the 
smaller the significance probability, the more exceptionally large is the largest value, 
x n , when compared against all the other values of x. The significance probability 
10 given by the fundamental equation (2) can be reduced algebraically [17] to the very 
simple form 

\og l0 (sp) = (*-2)log 10 (l -O. (6) 
Equation 6 conveniently quantitates the theoretical statistical significance 
that the largest sample is exceptionally large. From equation 6, the significance 
15 probability decreases markedly as the separation ratio T approaches 1. Moreover, 
this effect is stronger, the larger the sample size «. For a fixed sample separation 
ratio x, the logarithm of the significance probability decreases linearly with the 
number of samples n since T<1 (equation 6). , 

Note that the conventional Dixon definition of the separation ratio % 
20 effectively normalizes the separation between the largest and next-to-largest 

intensities by the range spanned by all the intensities being compared. This is what 
confers an apparent dynamic range indifference to the Dixon test. However, the 
effective dynamic range of the analyzed intensities with respect to a maximum 
allowed intensity is important to the method of the invention. The mathematical 
25 details of the adjustment made to the Dixon test to remedy the test's otherwise 
indifference to dynamic range is discussed in the step (d) details below. 
Note that it can be shown numerically and analytically that 

A\og(sp) ~ d[ °° (Sp) At = ai ° gW A«x n - x n ^)j{x n - x x )) is small for 

small changes in gap or in any of x\ , x n _ \ , or x n . This obviates replacing any of jq, 
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x n- 1 > or x n DV respective source quality weighted estimates in the computation of t 
in equation 4 above. However, a role for q persist in step (d). In step (d), the 
statistical discordancy test results are adjusted according to the difference between a 
baseline position and a maximum allowed intensity to achieve a baseline adjusted 
5 statistical significance. The baseline position can be determined by a source quality 
weighted average of the intensities. Apart from the putative discordant intensity, the 
other intensities among those being compared can be characterized as being 
clustered about a baseline level. The statistical test of discordancy results from step 
(c) are adjusted according to the difference between the baseline position and the 

10 maximum allowed intensity. The adjustment to the statistical significance is to 

increasingly downgrade it as the baseline becomes closer to the maximum allowed 
intensity. The baseline dependent adjustment is based on the dynamic range of the 
values being increasingly compressed, hence less mutually distinguishable, the 
closer the baseline is to the allowed upper limit. But, the Dixon test is indifferent to 

15 dynamic range compression, as noted above. However, since the discrimination of 
values is necessarily eroded as the effective dynamic range is compressed, the 
confidence in outlier detection (discordancy) should be eroded correspondingly. The 
mathematical details are explained below. 

The position of the baseline, i.e., a level which characterizes the non-extreme 

20 values of a collection of intensities, should affect the confidence of the selective 
expression determination as described above. Along these lines, if the dynamic 
range is compressed in the extreme, then the measurements would all become 
essentially indistinguishable since the accuracy of real measurements is always 
limited. Hence, discordancy detection would be meaningless in such a situation, 

25 regardless of how discordancy is computed, since separations between the values 
involved would be indistinguishable from numerical or measurement noise. 
However, the Dixon test is indifferent to the dynamic range of the data, as noted in 
step (c). This phenomenon of indifference to dynamic range is not idiosyncratic to 
Dixon tests, but is inherent generally to any excess/spread, range/spread, or 

30 deviation/spread discordancy statistical test [17]. So, even if the dynamic range is 
compressed, as long as the difference between the largest and the next-to-largest 
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values is proportionally compressed, the traditional Dixon test significance is 
unchanged. Thus, the traditional Dixon test must be modified to correct for erosion 
in confidence in discordancy detection as a compression in dynamic range occurs. 
To accomplish this, the Dixon significance is adjusted by a baseline 
5 adjustment factor X. X e (0,1) is designed to attenuate the traditional Dixon 
separation ratio X (equation 4) so that the adjusted T is 

* adjusted = (7) 
• We choose X to be a sigmoidal function of baseline with the parameters of the 
sigmoid chosen so that X remains approximately unity until the baseline encroaches 
10 substantially on the maximum allowed intensity, e.g., typically 1 . For example, 





f 


fx 


b \ 




1 + 


A baseline 














I c J 


J 



where c is the value of x baseline for which X = 0.5, i.e., the sigmoid's point of 

inflection, and b > 0 controls the steepness of X decay with increasing x baseiine . In 

practice, we typically use c = 0.8 and b = 10 in equation 8. x baseline is a source 

15 quality weighted estimator of x baseline, which excludes the putative extreme value 

x w e.g., a weighted average 

k Ik 

* baseline = £ *i *i / X f / < 9 ) 
1=1 / i=l 

In equation 9, k < n to insulate the baseline estimate from possible undue influence 
of a putative extreme value x n . Though we prefer quality weighted baseline 
20 estimates, one can choose to ignore quality differences in x baseline » and therefore, 
substitute unity for the In which case, equation 9 becomes the simple average. 

For this t adjustment for baseline concept, any function can be chosen which 
has the effect of substantially diminishing outlier significance when baselines 
encroach upon the maximum allowed intensity. We find sigmoids to be especially 
25 convenient. Thus ; the traditional Dixon outlier significance probability (equation 6) 
is adjusted for the baseline by the simple formula: 

log ( S P adjusted ) = ( n " 2 ) lo S( 1 ~ T adjusted ) ( 10) 
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where Trusted = *- T » is computed from equations 7 and 8. 

To illustrate, consider the examples in Fig. 3 and the corresponding Table 2. 
Each row in Table 2 represents a different, yet related, set of intensities, x denotes 
the vector comprising a set of intensities sorted in ascending order. In each 
5 example and throughout the calculations, the source set size is held constant at n ~ 
22, and the maximum intensity x n is held constant at 1. However, for each example 
(row) the minimum intensity x\ is set to the value in the first column. For 
illustrative simplicity, x\ is also taken to be the baseline estimate x baseline since the 
non-extreme values are so narrowly clustered near x\ in these examples. Quality 
10 weights are not needed, then, in these simplified baseline estimates. 



TABLE 2 - Affect of Baseline Position on the Adjusted Dixon Statistical 
Significance Probability 



Base- 
line 


x n-\ 


gap 


A 


^ adjusted 

= At 




A\og l0 (sp) 


0.25 


0.32 


0.68 


1.00 


0.90 


-20.00 


0.00 


0.50 


0.55 


0.45 


0.99 


0.89 


-19.32 


0.68 


0.75 


0.78 


0.22 


0.66 


0.59 


-7.75 


12.25 


0.90 


0.91 


0.09 


0.24 


0.21 


-2.07 


17.93 



Each example set of synthetic intensity values corresponding to x baseUne 
values {0.25, 0.5, 0.75, 0.9) are plotted respectively in Fig. 3. In each case, the 
traditional Dixon significance probability (logio(sp) = -20) is kept fixed. Constant 
20 Dixon significance, regardless of baseline position, is achieved deliberately in these 
synthetic data by adjusting the second-largest intensity (x n _i), shown in column 2, 
according to equations 3 and 7. Hence, the gap between the largest and next-to- 
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largest intensities (x n - x n _i) necessarily decreases as the baseline increases; yet, the 
traditional Dixon significance remains unchanged. But, the closer the baseline is to 
the allowed maximum, (x n = 1), the less confidence there is in an assessment of 
discordancy. Therefore, the statistical significance must be reduced from the 
5 traditional Dixon value according to how the baseline encroaches upon the allowed 
maximum. This is done by diminishing the separation ratio T according to a 
sigmoidal function of the baseline (equations 7 and 8). As can be seen, the baseline 
adjusted significance decreases as the baseline increases towards the allowed 
maximum The erosion of traditional Dixon significance increases as baselines are 

10 continuously increased towards the allowed maximum (Fig. 4). See also Table 2 
where x n _\ (column 2) is computed by using equations 4, 5 and 6 to insure that the 
traditional Dixon discordancy significance probability remains fixed at logjo(sp) = - 
20 even though x\ is different in each example. The baseline adjustment factor X 
computed using equation 8 with b = 10 and c = 0.8 is in column 4. The effect of the 

15 baseline adjustment factor X on the traditional Dixon significance is shown in 
columns 5 and 7. The loss of statistical significance, Alogio(sp), between the 
baseline adjusted significance and the traditional significance in column 7 is in logjo 
units. It is plotted as a continuous function of baseline in Fig. 4. As desired for 
baseline adjustments of statistical significance, the erosion in confidence reflected 

20 becomes substantial as the baseline encroaches upon an intensity upper limit. 

An important general principle is illustrated by these examples: Though the 
traditional Dixon significance probability can remain apparently extremely 
significant (e.g., 10"20) even as the dynamic range of the data is compressed ever 
smaller (represented here by the baseline coming ever closer to an allowed 

25 maximum), a baseline adjusted significance probability can nonetheless reflect the 
erosions of statistical significance that should occur in data whose dynamic range is 
substantially compressed. 

It should be noted that while there is no intrinsic method to determine how 
much discordancy significance probability ought to be attenuated quantitatively as a 

3 o function of baseline levels, scientific judgment of those skilled in the art concerning 
data accuracy, the resolving power of intensity measurement techniques, and the 
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dynamic range of intensity data can be used to design significance adjustment 
functions. The role of scientific judgment in this situation is analogous to that for 
establishing source quality weighting and for subjectively interpreting discordancy. 
In step (d), a gap is determined by applying a minimum intensity gap 
5 criterion to the results of the statistical discordancy test. The gap, i.e., the separation 
between the largest and the next-to-largest intensities, is a fundamental ingredient in 
discordancy assessment. See Figure 2 and the description of step (c) above. If the 
gap is below or near the resolving power of the technique providing the intensity 
data, there is necessarily negligible confidence in the assessment of discordancy, 

10 regardless of how the discordancy statistical significance is computed: This is 

because a gap commensurable with the intensity measurement technique's resolving 
power means that the difference between the values constituting the gap is 
indistinguishable from measurement noise. Therefore, a minimum gap criterion 
should be applied in conjunction with the discordancy statistical test from step (c). 

15 While there is no objective formula for establishing the minimum gap criterion, 
scientific judgment of those skilled in the art can be used to set the minimum gap 
threshold which takes into account the accuracy and resolving power of the 
technique that provides the intensity data. The mathematical details of step (d) 
follow. 

20 Those gaps which meet a minimum gap threshold gthresh ^ ^scaled 

linearly between gthresh and tne maximum allowed intensity x sup . Call these 
rescaled gaps g, e.g: 

fO, if gap < g thresh 

{(gap ~ g thresh)/ (} ~ gthresh)' if &<*P > gthresh 

(ID 

25 

Analogously, linearly transform the baseline adjusted significance 
log\0( s Padjusted) (equation 10) between the weakest-to-strongest statistical 
significance that one is willing to accept, i.e., between \og\o(sp) thresh and 
logi0(^m/> respectively.The lower bound \ogiQ(sp)i n ps the statistical significance 
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beyond which stronger statistical significance is essentially inconsequential. 
Denoting by s, (0 < s < 1), as this transformation gives: 

0, if log 10 (sp Z log 10 (sp) thresh 

1, if log io (j/? P) inf 

lQ g 10 a djust ~ ! °g 10 Up) thresh 

— — ; — , if log 10 {sp) thresh < log I0 (sp adjusted ) < log io (sp) inf 

log ,0 Up) inf ~ lo S 10 UP) thresh 
(12) 

5 Preferably, \og\Q(sp) t h re sh ~ " 5 - preferred is logioWr/ir^/i = " 3 - Preferably, 
\ogiQ(sp)i n f = -20, which allows the adjusted significance probability a dynamic 
range of 1015. 

In step (e), a decision function is applied to the baseline adjusted statistical 
significance and the gap to determine an overall confidence of selective expression. 

io In step (f), the degree of overall confidence of selective expression is identified. 

The gap from step (d) should be combined with the baseline adjusted 
statistical significance of discordancy from step (c) in order to provide an overall 
confidence of selective expression. This is accomplished by applying a decision 
function that is dependent upon both of these. The decision function d ranks the 

15 assessment into Low (weak), Medium (moderate), or High (strong) confidence of 
selective expression. But, if either a minimum baseline adjusted discordancy 
significance was not met or a minimum gap was not exceeded, that entity and its set 
of intensities is marked as not exhibiting selective expression. The construction and 
employment of a representative decision function is described below. 

20 While there is no intrinsic method to determine the mathematical forms of 

decision functions, there is practical utility in assigning overall confidences to 
separate weak from strong predictions of selective expression. An interpretation of 
the strength of a result is often for setting priorities for further analyses of the data 
and new experiments. 

25 Decision function d near 0 is interpreted as very weak overall confidence, 

while d near 1 is very strong overall confidence in selective expression, d is 
designed to capture the following notions of confidence: 



20 



WO 99/60450 



PCTAJS99/112S9 







scaled gap g 


scaled gap g 






WC3-k 


strong 






Kg V) 




scaled sig. prob. s 


weak 


weak 


strong 










scaled siff nrob. s 


strong 


moderate 


strong 











is (1) strong when both the baseline adjusted logiQSp and the gap are strong (i.e., 
both s and g are near 1); (2) weak when both the logirjsp and the gap are weak (i.e. s 
and g near 0); (3) moderate when the logiosp is strong but the gap is weak; (4) but 
5 strong nonetheless when the gap is strong yet the logiosp is weak. Notions (3) and 
(4) make sense because both the logiosp and the gap that are considered in the 
decision function confidence assessment are stronger their respective minimum 
thresholds. Either logiosp or gap weaker than their respective minimum thresholds 
is not selective expression, and immediately d = 0 in such cases. There is no a priori 
10 requirement that d be symmetrical with respect to g and s. In fact, in practice, an 
asymmetry is preferred that gives d near 1 for large gaps as long as logiosp is 
stronger than a threshold value. Using these principles, a useful decision function is: 



d(g,s)=l- 



(13) 



0-*) (W) [ (,-,) + (!-,) J 



1 5 where a > 0, P > 0, y > 0, and 8 (0 < 5 < 1 ) are independent parameters chosen 

empirically, and where <|> is defined by 4> = (a + p + y)" 1 ■ Observe that the term in 
brackets amounts to a numerical version of a logical AND of three terms, the third 
term of which amounting to a numerical logical OR of two terms blended in a 
proportion controlled by 5. Typically, we choose a=p = y=1.5 and 5 = 0.3. Fig. 

20 5 shows this decision function d plotted as a series of constant-d contours on (g,s)- 
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space. (g,s) are the respective linear transformations of gap and baseline adjusted 
logio(sp) between the weak thresholds and strong limits. See equations 11-13. 

Step (f): Though there is no intrinsic method for setting break points 
between weak, moderate, and strong overall confidences, in practice the strength of 
5 the selective expression overall degree of confidence breakpoints for d are taken to 
be 1/3 and 2/3, respectively. 

Another aspect of the invention is a computer system for identifying 
selectively expressed values in intensity data. A representative computer system 
includes a hardware environment on which the methods of the invention may be 
10 implemented. The hardware environment includes a central processing unit, a 
memory device, a display and a user interface device. An exemplary hardware 
environment is a Sun Microsystems Ultra 1 running a UNIX operating system, 
having a display and keyboard and/or mouse input devices. 

In one embodiment, the computer system for identifying selectively 
15 expressed values in intensity data comprises means for analyzing statistical 

discordancy and gap criterion in a decision function wherein the decision function 
provides an overall confidence of above- or below-baseline exceptional intensity 
identification. 

In another embodiment, the computer system for identifying exceptional 
2 o values in intensity data comprises: 

(a) means for selecting intensity values from intensity data sources, 
wherein confidence in source quality exceeds a predetermined minimum threshold; 

(b) means for determining if the number of selected intensities 
exceeds a predetermined minimum; 

25 (c) means for applying a statistical discordancy test to identify 

statistically significant exceptional intensity values; 

(d) means for determining a gap between the largest and another 

intensity by applying a minimum intensity gap criterion to the results of the 

statistical discordancy test; 
30 (e) means for applying a decision function to the discordancy 

statistical significance and the gap to determine an overall confidence of exceptional 

intensity; 
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(0 means for identifying the degree of overall confidence of 
exceptional intensity; and 

(g) means for displaying the results of step (f) on an output device. 

In another embodiment, the computer system comprises a central processing 
unit executing a selectively expressed value identifying program stored in a memory 
device accessed by the central processing unit; a display on which the central 
processing unit displays screens of the exceptional value identifying program in 
response to user inputs; and a user interface device. 

Another aspect of the invention is a computer readable medium containing 
program instructions for identifying selectively expressed values in intensity data 
comprising analyzing statistical discordancy and gap criterion in a decision function 
wherein the decision function provides an overall confidence of above- or below- 
baseline exceptional intensity identification. 

In another embodiment, the computer readable medium contains program 
instructions for identifying exceptional values in intensity data, the program 
instructions comprising: 

(a) selecting intensity values from intensity data sources, wherein 
confidence in source quality exceeds a predetermined minimum threshold; 

(b) determining if the number of selected intensities exceeds a 
predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 

(d) determining a gap between the largest and another intensity by 
applying a minimum intensity gap criterion to the results of the statistical 
discordancy test; 

(e) applying a decision function to the discordancy statistical 
significance and the gap to determine an overall confidence of exceptional intensity; 

(f) identifying the degree of overall confidence of exceptional 

intensity; and 

(g) displaying the results of step (f) on an output device. 

The present invention will now be described with reference to the following 
specific, non-limiting examples. 
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Example 1 

Selective Expression Detection in Synthetic Data 

In Fig. 6, synthetic data representative of real assembly abundances are 
5 shown. Panel A shows Set 2 (filled circles) and Set 1 (open circles) for comparison; 
panel B shows Set 3 (filled circles) and Set 1 (open circles) for comparison. In 
panels A and B, the putative selective expression occurs in the third Source. Panel C 
shows the source qualities corresponding to the intensities. 

The numerical values of the source qualities and corresponding intensity data 
10 are in Table 3. The computed numerical results using the method of the invention 
are summarized in Table 4. Though these intensity and source quality data are 
synthetic, they are representative of real data derived from a large database of gene 
abundances and library qualities. 

TABLE 3 - Synthetic Intensity (Abundance) and Source (Library Quality) 
15 Assembly Data 



Source 


Quality 


Example 1 


Example 2 


Example 3 


1 


0.26 


0.19 


0.35 


0.64 


2 


0.27 


.0.29 


0.39 


0.68 


3 


0.22 


0.92 


0.71 


LOO 


4 


0.20 


0.24 


0.37 


0.66 


5 


0.26 


0.37 


0.43 


0.72 


6 


0.65 


0.31 


0.40 


0.69 


7 


0.29 


0.21 


0.35 


0.64 


8 


0.26 


0.10 


0.30 


0.59 


9 


0.26 


0.30 


0.40 


0.69 


10 


0.26 


0.23 


0.37 


0.65 


11 


0.21 


0.35 


0.43 


0.72 
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12 


0.28 


0.22 


0.36 


U.OJ 


13 


0.26 


0.21 


0.36 


U.u4 


14 


0.25 


0.26 


0.38 


u.o / 


15 


0.22 


0.17 


0.34 


0.63 


baseline 




0.25 


0.37 


0.66 


gap 




0.55 


0.28 


0.28 


• 

no baseline 
adjustment 




0.67 


0.68 


0.68 


• 

adjust 

baseline 
adjusted 




0.67 


0.68 


U.jo 



TABLE 4 - Application of Selective Expression Algorithm to Synthetic Data 



Set 


Base- 
line 
Adjust 


X 


gap 


z 


logio(sp) 


d 


Comments 


la 


no 




0.55 


0.67 


-6.26 


0.33 


Reference example. 


lb 


yes 


1.0 
0 


0.55 


0.67 


-6.27 


0.33 


Same as la; X has no effect. 


2a 


no 




0.28 


0.68 


-6.26 


0.24 


d different from la due to 
gap only. 


2b 


yes 


0.9 
9 


0.28 


0.68 


-6.28 


0.24 


d different from la due to 
gap; X has no effect. 


3a 


no 




0.28 


0.68 


-6.26 


0.24 


d different from la due to 
gap only. 


3b 


yes 


0.8 
7 


0.28 


0.58 


-4.90 


0.00 


d different from la due to 

X -adjusted logl0(j/?)<-5, 

hence d=0. 
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To convey the effects of various components of the method, each Set 1,2 
and 3 of Fig. 6 and Table 3 was deliberately constructed to have very similar 
qualitative patterns of intensity vs. source. Yet, the examples are different in overall 
5 confidence of selective expression as determined by the method. In particular, each 
Set has the same source set (size n = 15) and, moreover, exactly the same separation 
ratio (x = 0.67) before any adjustments are made for baselines. Hence, these sets 
have by design exactly the same traditional Dixon significance probability before 
baseline adjustment. Table 4 columns display, respectively: the Set identification 

10 number corresponding to Fig. 6; whether a baseline adjustment was used in the 

discordancy computation (equation 7); baseline adjustment factor X (equation 8), gap 
(equation 3), T (equation 4 if no baseline adjustment, otherwise equation 7), 
discordancy significance probability logiosp (equation 6 or 10), decision function d 
(equation 13), and comments. Equation 9, which employs source qualities from 

15 Table 3, is used for the baseline estimates x y ase n ne in equation 8. The equation 8 
sigmoidal parameters are b = 10 and c = 0.8. The parameter values in the decision 
function (equations 1 1-13) are a = p = y= 1.5, 5 = 0.3, gthresh = °- 25 » 
l°Zl0( s Phhresh = " 5 * a™ 1 Io gl0(^i«/ = -20. The effects of adjusting significance 
probability for baseline can be seen in Table 4 by comparing each Set's case b 

20 against its respective case a, which is unadjusted for baseline. Example 3b is the 
only one in which significance probability is non-negligibly changed by baseline 
adjustment. This can be appreciated by observing the effects of baseline on X, hence 
on x, when compared against the case la t. Sets 2 and 3, however, have markedly 
smaller gaps than does Set 1. These diminutive gaps are responsible for the decision 

25 function values for Sets 2 and 3 being much smaller than for Set 1 even though the 
discordancy statistical significance probabilities (with or without baseline 
adjustments) are not changed much. The exception is case 3a, which has an ample 
loss of significance probability due to baseline adjustment. Though the 3b gap is the 
same as 3a, 3b's decision function is zero because baseline adjustment of its 

3 o statistical significance probability has resulted in its log\o(sp) not meeting the 
minimum significance criterion logio(sp) t h res h = " 5 - Taken together, these 
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examples illustrate how qualitatively similar intensity vs. source patterns can have 
different overall confidence of selective expression (indicated by the decision 
function values), depending on the baseline of the data and the size of the gap, even 
when the expression patterns have essentially identical unadjusted traditional 
discordancy significance probabilities. By analyzing these examples, it can be seen 
how the qualitatively stronger confidence of selective expression of Set i as 
compared to Sets 2 and 3 (which is informally conveyed in Fig. 6) is quantitated 
through the decision function of the selective expression method applied to the data. 

Example 2 

Selective Expression Detection in Gene Expression Data 

To convey the appearances of stereotypical selective expression patterns in 
real gene expression data, intensity vs. source plots of some actual examples of 
algorithmically identified Extremely Strong, Strong, and Weak overall confidence 
selective gene expression are shown in Fig. 7, panels A, B, and C, respectively. 
Shown are intensity (abundance) vs. source (library) plots for three actual assemblies 
from a database of real sources and assembly abundances. Assembly A has a 
extremely strong overall confidence of selective expression (decision function d = 
1.0). Assembly B has a strong overall confidence of selective expression (d = 0.75). 
Assembly C has weak overall confidence of selective expression (d = 0.31). 
Summarized algorithmic calculations corresponding to these examples are displayed 
in Table 5. The columns are similar to those in Table 4. In these particular real 
examples, baseline adjustment has no effect since the baselines are well below 0.8. 
Hence, the discordancy statistical significance probabilities are the same as the 
unadjusted statistical significances. 

It is easily determined visually from the plots in Fig. 7 that the x are decreasing from 
example A to C, with the larger decrease being from B to C. The corresponding i are 
actually {0.78, 0.67, 0.35}, which agrees with this qualitative visual observation. That the 
discordancy statistical significance probabilities increase so dramatically with this series of 
X values is due to the considerable size of the n involved, {87, 41, 49), respectively. The 
marked difference in logio(sp) between A and B is much more due to the difference in n 
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than in x. However, the substantial difference in \og\Q(sp) between B and C is due 
to the difference in t more than the difference in n. These quantitations are not 
surprising given equation 6. Clearly, A exhibits maximum confidence as can be 
seen visually in Fig. 7 and quantitatively in Table 5. That the d for C is half that for 
5 B is due to both the gap and the logio(sp) in combination being weaker in C than B. 



TABLE 5 - Selective Expression in Gene Expression Data 



Set 


n 


x baseline 


A 


gap 


? 




d 


Overall 
Confidence 
in S. E. 


A 


87 


0.03 


1.0 


0.78 


0.78 


-56.0 


1.0 


Very Strong 


B 


41 


0.10 


1.0 


0.66 


0.67 


-18.8 


0.7 


Strong 


C 


47 


0.20 


1.0 


0.34 


0.34 


-8.5 


0.3 


Weak 



10 While it is useful for better understanding the data to dissect the various 

relative contributions of the ingredients of the selective expression algorithm as done 
above, the real power of the decision function d y is its utility in qualitatively ranking 
overall confidence in selective expression patterns in large scale data in a way that is 
not only easily automated, but objective and consistent. 
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It is contemplated that other statistical tests of outlier discordancy may be 
used in place of the Dixon test [17] in Steps (c), (d), and (f). Further, the decision 
function may have a mathematical form different than equation (13) which may be 
used in Steps (f) and (g). The properties of a decision function d are what matters 
5 more than the particular mathematical form (e.g, equation (13)) that is chosen: 



Decision function d near 0 is interpreted as very weak overall confidence, while d 
near 1 is very strong overall confidence in selective expression, d is designed to 
capture the following notions of confidence: 
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10 d is (1) strong when both the baseline adjusted logiosp and the S a P ^ strong (i.e., 
both s and g are near 1); (2) weak when both the logiosp and the gap are weak (i.e. s 
and g near 0); (3) moderate when the logiosp is strong but the gap is weak; (4) but 
strong nonetheless when the gap is strong yet the logiosp is weak. Notions (3) and 
(4) make sense because both the logiosp and the gap that are considered in the 

15 decision function confidence assessment are stronger their respective minimum 

thresholds. Either logiosp or gap weaker than their respective minimum thresholds 
is not selective expression, and immediately d - 0 in such cases. There is no a priori 
requirement that d be symmetrical with respect to g and s. In fact, in practice, an 
asymmetry is preferred that gives d near 1 for large gaps as long as logiosp is 

2 o stronger than a threshold value. 

It will be apparent to those skilled in the art that various modifications can be 
made to the present method without departing from the scope or spirit of the 
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invention, and it is intended that the present invention cover modifications and 
variations of the method provided they come within the scope of the appended 
claims and their equivalents. 
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Claims 

1 . A method of identifying selectively expressed values in intensity data 
comprising analyzing statistical discordancy and gap criterion in a decision function 
wherein the decision function provides an overall confidence of above- or below- 
baseline exceptional intensity identification. 

2. The method of claim 1 wherein the statistical discordancy is adjusted for 
baseline intensity levels. 

3. A method of identifying exceptional values in intensity data comprising: 

(a) selecting intensity values from intensity data sources, wherein 
confidence in source quality exceeds a predetermined minimum threshold; 

(b) determining if the number of selected intensities exceeds a 
predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 

(d) determining a gap between the largest and another intensity by 
applying a minimum intensity gap criterion to the results of the statistical 
discordancy test; 

(e) applying a decision function to the discordancy statistical 
significance and the gap to determine an overall confidence of exceptional intensity; 

(f) identifying the degree of overall confidence of exceptional 

intensity; and 

(g) displaying the results of step (f) on an output device. 

4. The method of claim 3 wherein the statistical discordancy test results of 
step (c) are adjusted according to the difference between a baseline position and a 
maximum allowed intensity to achieve a baseline adjusted statistical significance. 

5. The method of claim 3 wherein the gap is determined between the largest 
and the next-to largest intensity. 
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6. The method of claim 1 or 3 wherein the intensity data is from tissue or 
cDNA library sources. 

5 7. The method of claim 1 or 3 wherein the intensity data is from human 

sources. 

8. The method of claim 1 or 3 wherein the intensity data is from non-human 
sources. 

10 

9. The method of claim 8 wherein the intensity data is from animal, plant, 
viral, bacterial, or microbial sources. 

10. The method of claim 1 or 3 wherein the intensity data is from genomic 
15 sequencing, EST sequencing, microarray DNA hybridization, macromolecular 

gridding, compound assays, molecular screening assays, patient diagnostic or 
toxicological data sources. 

1 1 . The method of claim 3 wherein the source quality confidence is based on 
20 trust, reliability, knowledge of error or relevance. 

12. The method of claim 3 wherein the intensity baseline position is 
determined by a source quality weighted average of the intensities. 

25 13. The method of claim 3 further comprising the step of characterizing the 

selectively expressed genes or gene products. 

14. A method of detecting selective expression of genes or gene products 
comprising: 

30 (a) selecting intensity values from gene product data sources, 

wherein confidence in source quality exceeds a predetermined minimum threshold; 
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(b) determining if the number of selected intensities exceeds a 
predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 

(d) determining a gap between the largest and another intensity by 
applying a minimum intensity gap criterion to the results of the statistical 
discordancy test; 

(e) applying a decision function to the discordancy statistical 
significance and the gap to determine an overall confidence of selective expression; 

(f) identifying the degree of overall confidence of selective 
expression; and 

(g) displaying the results of step (f) on an output device. 

15. The method of claim 14 wherein the statistical discordancy test results of 
step (c) are adjusted according to the difference between a baseline position and a 
maximum allowed intensity to achieve a baseline adjusted statistical significance. 

16. The method of claim 14 wherein the source quality confidence is based 
on trust, reliability, knowledge of error or relevance. 

17. The method of claim 14 wherein the baseline position is determined by a 
source quality weighted average of the intensities. 

18. The method of claim 14 further comprising the step of characterizing the 
selectively expressed genes or gene products. 

19. A computer system for identifying selectively expressed values in 
intensity data comprising means for analyzing statistical discordancy and gap 
criterion in a decision function wherein the decision function provides an overall 
confidence of above- or below-baseline exceptional intensity identification. 
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20. A computer system for identifying exceptional values in intensity data 
comprising: 

(a) means for selecting intensity values from intensity data sources, 
wherein confidence in source quality exceeds a predetermined minimum threshold; 
5 (b) means for determining if the number of selected intensities 

exceeds a predetermined minimum; 

(c) means for applying a statistical discordancy test to identify 
statistically significant exceptional intensity values; 

(d) means for determining a gap between the largest and another 
10 intensity by applying a minimum intensity gap criterion to the results of the 

statistical discordancy test; 

(e) means for applying a decision function to the discordancy 
statistical significance and the gap to determine an overall-confidence of exceptional 
intensity; 

15 (0 means for identifying the degree of overall confidence of 

exceptional intensity; and 

(g) means for displaying the results of step (f) on an output device. 

21. A computer readable medium containing program instructions for 
20 identifying selectively expressed values in intensity data comprising analyzing 

statistical discordancy and gap criterion in a decision function wherein the decision 
function provides an overall confidence of above- or below-baseline exceptional 
intensity identification. 

25 22. A computer readable medium containing program instructions for 

identifying exceptional values in intensity data, the program instructions comprising: 

(a) selecting intensity values from intensity data sources, wherein 
confidence in source quality exceeds a predetermined minimum threshold; 

(b) determining if the number of selected intensities exceeds a 
30 predetermined minimum; 

(c) applying a statistical discordancy test to identify statistically 
significant exceptional intensity values; 
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(d) determining a gap between the largest and another intensity by 
applying a minimum intensity gap criterion to the results of the statistical 
discordancy test; 

(e) applying a decision function to the discordancy statistical 

5 significance and the gap to determine an overall confidence of exceptional intensity; 

(f) identifying the degree of overall confidence of exceptional 

intensity; and 

(g) displaying the results of step (f) on an output device. 
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